Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.051; wR factor = 0.171; data-to-parameter ratio = 14.3.
Experimental
Crystal data Refinement R[F 2 > 2(F 2 )] = 0.051 wR(F 2 ) = 0.171 S = 1.06 2126 reflections 149 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.58 e Å À3 Á min = À0.30 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x þ 1; y; z; (ii) Àx þ 2; Ày; Àz þ 2; (iii) x; y; z þ 1; (iv) x À 1; y; z;
(v) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) . In (I), Fig. 1 , the heterocyclic ring has a half-boat conformation with the hydroxy bearing C9 atom lying 0.595 (3) Å out of the plane of the five remaining atoms [r.m.s. deviation = 0.022 Å] in the direction of the hydroxy O3 atom. A similar conformation was found in a literature precedent with phenyl rather than CF 3 and with OH and two OMe substituents on the benzene ring (Wang et al., 1999) .
In the crystal, linear supramolecular chains sustained by O-H···O hydrogen bonds between the hydroxy H and ketone-O atoms (Table 1) , are formed along the a axis (Fig. 2) . These are connected into a three-dimensional architecture by C-H···O and C-H···F contacts ( Fig. 3 and Table 1 ). 

Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H = 0.95-0.99 Å, U iso (H) = 1.2U eq (C)] and were included in the refinement in the riding model approximation. The oxygen-bound H-atom was located in a difference Fourier map and was refined freely.
Computing details
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO (Agilent, 2012); data reduction: CrysAlis PRO (Agilent, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) . The molecular structure of (I) showing the atom-labelling scheme and displacement ellipsoids at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figure 2
2-Hydroxy-2-trifluoromethyl-3,4-dihydro-2H-1-benzopyran-4-one
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq F1 (7) 0.0439 (9) 0.0346 (7) −0.0066 (6) 0.0015 (5) −0.0251 (7) F2 0.0428 (9) 0.0221 (7) 0.0318 (7) −0.0061 (6) 0.0050 (6 
